Video 1. Morphing between the open and closed pore structures depicted in cartoon mode with the four different monomers in different colors, viewed first from the membrane bilayer, and then rotated 90° for a view from the intracellular surface. This was created using the NavMs crystal structure (PDB accession no. 3ZJZ; Bagnéris et al. 2013 . Nat. Commun. 4:2465 for the open state and a model of the NavMs closed pore generated based on the NavAb closed structure (PDB accession no. 3RVY; Payandeh et al. 2011. Nature. 475:353-358) using Rosetta software (Leaver-Fay et al. 2011. Methods Enzymol. 487:545-574) . In all videos, the morph trajectories were created using the Morph Server (Krebs and Gerstein. 2000 . Nucleic Acids Res. 28:1665 -1675 . Videos of the morphing between the two states were made with PyMOL software (Schrödinger, LLC).
Video 2. Morphing between the closed pore and inactivated pore structures depicted as above, using the Closed Ab structure for the closed pore and the Inactivated Ab structure for the inactivated pore. To more clearly show the changes that occur in the SF, the end of the video includes a close-up of the side-chain changes involved. 
Distances (in Å) between two diagonally opposite residues within the SF

Residues
Open Ms NavMs Partially Open Ms NavMs Closed Ab NavAb-I217C
Inactivated Ab NavAb
Closed Ae NavAe T AA, 9.3 AB, 9.8 AA, 9.6 AA, 10.0 AC, 9.5 BB, 9.4 CD, 9.5 BB, 9.5 BB, 10.3 BD, 9.8 CC, 7.8 DD, 9.6 L AA, 9.7 AB, 9.3 AA, 9.6 AA, 9.5 AC, 7.2 BB, 9.6 CD, 9.2 BB, 10.0 BB, 8.4 BD, 7.3 CC, 6.6 DD, 9.5 E AA, 8.3 AB, 8.1 AA, 9.5 AA, 7.3 AC, 9.7 BB, 8.4 CD, 9.1 BB, 9.4 BB, 10.3 BD, 9.6 CC, 10 
